Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.002 Å; disorder in main residue; R factor = 0.046; wR factor = 0.135; data-to-parameter ratio = 16.9.
In the title compound, C 21 H 25 NO 3 , the hydropyridine ring that constitutes a part of the hexahydroquinoline fused-ring system adopts a sofa conformation; the methine C atom deviates from the least-squares plane defined by the remaining five non-H atoms (r.m.s. deviation = 0.088 Å ) by 0.454 (3) Å . The phenyl ring is aligned at 85.5 (1) with respect to this mean plane. In the crystal, adjacent molecules are linked via an N-HÁ Á ÁO hydrogen bond, involving the amino group and the carbonyl O atom of the fused-ring system, forming chains running along [100] . The ethyl group is disordered over two positions in a 0.609 (6):0.391 (6) ratio.
Related literature
For the synthesis, see: Safari et al. (2011) . For the crystal structure of methyl 2,7,7-trimethyl-4-phenyl-5-oxo-1,4,5,6,7,8-hexahydroquinoline-3-carboxylate, see: Duque et al. (2000) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). The hydropyridine ring that constitutes a part of the hexahydroquinoline fused-ring system of C 21 H 25 NO 3 adopts a sofa conformation; the methine C atom bearing the phenyl substituent deviates from the least-squares plane defined by the N and four double-bond C atoms by 0.454 (3) Å. The phenyl ring is nearly orthogornal to this plane (Fig. 1) . The amino group is hydrogen-bond donor to the carbonyl O atom of the fused-ring of another molecule; adjacent molecules are linked by an N-H···O hydrogen bond to form a chain running along the a-axis of the triclinic cell (Table 1, Fig. 2 ).
Dimedone (0.56 g, 2 mmol) was stirred with benzaldehyde (0.40 ml, 2 mmol), ethyl acetoacetate (0.5 ml, 2 mmol) and ammonium acetate (0.308 g, 2 mmol) in ethanol (50 ml) for 12 h at the room temperature. A small quantity of Lglutamine (0.05 g) was added as catalyst. Recrystallization was effected by using ethanol as solvent.
Refinement
Carbon-bound H atoms were placed in calculated positions [C-H 0.93 to 0.98 Å; U(H) 1.2 to 1.5U(C)] and were included in the refinement in the riding model approximation.
The amino H atom was located in a difference Fourier map and was refined with a distance restraint of N-H 0.88±0.01 Å; its temperature factor was refined.
The ethyl group is disordered over two sites in a 0.609 (6):0.391 ratio. The C-C distances were restrained to 1.54±0.01 Å.
The (0 0 1) reflection was omitted owing to bad disagreement. 
Computing details

